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Fig. S1. Schematics of the reporter genes. Table S1 . Sequence of primers used in this study. Transcription rates were measured by computing different labelling offset from the MS2 (in red) or PP7 (in green) sequence length within given time intervals. We calculated the time to transcribe the MS2 and PP7 labelling sequences (3.8 and 4.3Kb/min), the offset between the start of signal appearance between MS2 and PP7 signals (4.9Kb/min) and the total time from start of the MS2 signal to the peak of the PP7 signal (4.6Kb/min). T34  T33  T36  T35  T38  T37  T40  T39  T42  T41  T44  T43 (C) The mean TFI values obtained in A and B were used to calculate an average labeling ratio of reporter gene transcripts containing MS2 or PP7 stem loops with GFP molecules. By considering that each pre-dimerized MS2 and PP7 coat protein is fused to two GFP molecules, the mean GFP number per labeled transcript calculated in C translates to around 15 (PP7) and 13 (MS2) fluorescent pre-dimerized coat proteins bound to the same number of stem loops in the respective mRNA (C). Having arrays of 24x stem loops per transcript our data agree with a less than 100% occupancy by both RNA stem loop binding systems. Table S1 . Sequence of primers used in this study. 
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